Pseudomonas syringae pv. tomato race 1 strains have evolved to overcome genetic resistance in tomato. Here, we present the draft genome sequences of two race 1 P. syringae pv. tomato strains, A9 and 407, isolated from diseased tomato plants in California.
tomato 407 harbors a single circular genome of 6,264,873 bp with a GϩC content of 55.8%. Among the 57 type III effectors present in the P. syringae pangenome (11) , 27 are present in both P. syringae pv. tomato A9 and P. syringae pv. tomato 407. Detailed comparisons of related Pseudomonas strains exhibiting variable virulence will facilitate insight into molecular mechanisms regulating virulence and adaptation.
Nucleotide sequence accession numbers. The sequences have been deposited as whole-genome shotgun projects in GenBank under the accession numbers LNKY00000000 for P. syringae pv. tomato A9 and LNKZ00000000 for P. syringae pv. tomato 407.
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